cerevisiae, human Tpr, NUA of A. thaliana and Nup92 and Nup110 of T. brucei) or sequence alignments of Nup92 and Nup110 as queries. The major discontinuity in the coiled-coil pattern, which is described for Mlp1 is marked by an arrow. 
Supplementary table 1. Affinity isolation of TbNup92 complexes. Affinity isolates of TbNup92
were prepared, analysed and identified by mass spectrometry as described in Methods. The above table lists identified proteins including their mass and accession numbers according to the base -10 log of the expectation (Log (e)) that any particular assigned protein was made at random (E-value).
The base -10 log of the sum of fragment ion intensities (log(I)) in the tandem mass spectra are provided. The % measured refers to the percentage of amino acid coverage of the protein identified, while % corrected refers to the coverage corrected for peptide sequences that are unlikely to be observed using normal proteomic methods. These include very hydrophobic peptides, very small peptides or very large peptides depending on the enzyme used to digest the protein of interest. In the cases where the % corrected are indicated by 100+, this indicates that all peptide fragments that can be observed by existing techniques are present in the spectra, including other additional peptides likely arising from missed cleavage events. Unique refers to unique/individual peptide sequences associated with each particular protein whilst Total is the total number of peptides observed for each given protein including multiples of each unique peptide.
Supplementary table 2. RNAseq raw data. Sheared cDNA synthesised from RNA extracted from TbNup92Δ%cells was sequenced by 76bp paired end Illumina sequencing. Reads were mapped to the T. brucei 427 strain reference genome and aligned to annotated transcripts. The FPKM's of annotated transcripts is normalised by quantile normalisation and the statistical significance for transcript level changes is calculated based on (FPKMtreat / FPKMparental) values against null distribution using t-test. % In the filter column, '1'% denotes a significant gene with p<0.05 and viceversa. Pie chart displays annotated GO-terms for the significantly up-regulated genes following deletion of TbNup92. Significant GO-terms were selected based on the following criteria: 1) #of genes in GO gene pool >=3; 2) #of genes matching to GO gene pool >=2; and 3) p-value <0.05. A number of up-regulated genes were assigned GO-terms that suggested functions in mRNA turnover.! Supplementary movie 1. Cells expressing TbNup92::GFP and TbNup110:cMyc were fixed and probed with anti-GFP and anti-cMyc to visualise TbNup92 (green) and TbNup110 (red) respectively. Cells were imaged by super-resolution microscopy. As well as being localised around the nuclear periphery of mitotic cells, TbNup110 concentrates at the SAS where it co-localises with TbNup92. Shown are serial confocal sections along the z-axis. DAPI was used to visualise DNA.
